10 30 50 

CTGCACGAGAGGCACAGATTTATCAAGCTCCTCAGTCAACAAACACATCACCGGAAGAAA 

70 90 110 

CATGGAAGGAAAGGAATTTTAAAAGGAAATACCAATCTCTGTGCAAACAAAGCCTTGTAT 

130 150 170 

ATTCATGTTTGCACCAATCTACTGTGAGATTTATGAAGAAAAACAAATTGCGGACAACTC 

190 210 230 

TCTATGTACACTTACAAATGCCTCAGTTGATGCTTGTGGGCTGTTTGTCAGCGTTCTGTG 

250 270 290 

ATAATGAACACATGGACTTCTGTTTATTAAATTCAGTTGACCCCTTTAGCCAATTGCCAG 

310 330 350 

GAGCCTGGATTTTTACTTCCAACTGCTGATATCTGTGTAAAAATTGATCTACATCCACCC 

370 390 410 

TTTAAAAGCATTGATGAATTAATTAGAACTTTAGACAACAAGAAAAATTGAAAAGAATTC 

430 450 470 

TCAGTAAAAGCGAATTCGATGTTCAAAACAAACTACAAAGAGACAAGACTTCTCTGTTTA 

490 SiO 530 

CTTTCTAAGAACTAATATAATTGCTACCTTAAAAAGGAAAAAATGAACAGCACATGTATT 

M N S T C I 

550 570 590 

GAAGAACAGCATGACCTGGATCACTATTTGTTTCCCATTGTTTACATCTTTGTGATTATA 
EEQHDLDHYLFPIVYIFVII 

610 630 650 

GTCAGCATTCCAGCCAATATTGGATCTCTGTGTGTGTCTTTCCTGCAACCCAAGAAGGAA 
VSIPANI.GSLCVSFLQPKKE 

670 690 710 

AGTGAACTAGGAATTTACCTCTTCAGTTTGTCACTATCAGATTTACTCTATGCATTAACT 
SELGIYLFSLSLSDLLYALT- 

730 750 770 

CTCCCTTTATGGATTGATTATACTTGGAATAAAGACAACTGGACTTTCTCTCCTGCCTTG 
L PLWI DYTWNKDNWTF S PAL 

790 

TGCAAAGGGAGTGCTTTTCTC 
C K G S A F L 



AVMLWEDETVVEYCDAEKSN 

1030 1050 1070 

TTTACTTTATGCTATGACAAATACCCTTTAGAGAAATGGCAAATCAACCTCAACTTGTTC 
FTLCYDKYPLEKWQINLNLF 

1090 1110 1130 

AGGACGTGTACAGGCTATGCAATACCTTTGGTCACCATCCTGATCTGTAACCGGAAAGTC 
RTCTGYAI PLVTILICNRKV 

1150 1170 1190 

TACCAAGCTGTGCGGCACAATAAAGCCACGGAAAACAAGGAAAAGAAGAGAATCATAAAA 
YQAVRHN 'KATENKEKKRIIK 

1210 1230 1250 

CTACTTGTCAGCATCACAGTTACTTTTGTCTTATGCTTTACTCCCTTTCATGTGATGTTG 
LLVSITVTFVLCFTPFHVML 

1270 1290 1310 

CTGATTCGCTGCATTTTAGAGCATGCTGTGAACTTCGAAGACCACAGCAATTCTGGGAAG 
LIRCILEHAVNFEDHSNSGK 

1330 1350 1370 

CGAACTTACACAATGTATAGAATCACGGTTGCATTAACAAGTTTAAATTGTGTTGCTGAT 
RTYTMY R I TVALT S LNC VAD 

1390 1410 1430 

CCAATTCTGTACTGTTTTGTTACCGAAACAGGAAGATATGATATGTGGAATATATTAAAA 
PILYCFVTETGRYDMWNILK 

1.13 rre*e , ,/*3 3&Soo->iS 



1450 1470 1490 

ttctgcactgggaggtgta&Tacatcacaaagacaaagaaaacgcatactttctgtgtct 
fctgrcntsqrqrkrilsvs 

1510 1530 1550 

ACAAAAGATACTATGGAATTAGAGGTCCTTGAGTAGAACCAAGGATGTTTTGAAGGGAAG 
TKDTMELEVLE* 

1570 1590 1610 

GGAAGTTTAAGTTATGCATTATTATATCATCAAGATTACATTTTGAAAAGGAAATCTAGC 

1630 1650 1670 

ATGTGAGGGGACTAAGTGTTCTCAGAGTGATGTTTTAATCCAGTCCAATAAAAATATCTT 
1690 1710 1730 

AAAACTGCATTGTACAGCTCCCTCCCTGCGTTTTATTAAATGATGTATATTAAACAAAGA 
1750 

TCAATATTTTCTT 
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Homology Comparison 
HTNAD29.Pro x Hb. PAF receptor 

Percent Similarity: 53.438 Percent Identity: 29.375 

4 TCIEEQHDLDHYLFPIVYIFVIIVSIPAN. . IGSLCVSFLQPKKESELGI 51 

|||||| ::::::: || : .: ..:...|| .|: | 

5 D S SHMDSEFRYTLFP IVYS 1 1 FVLGVI ANG YVLWVFARL YPCKKFNE IKI 54 

52 YLFSI*SLSDLLYALTLPIJWIDY3^l | JNKDNWTFSPALCKGSAFL^l^MKFYSS 101 

::.-|.:.hh = I I 1 I f i L I - = I I - * - - ll---= h-- hi 
55 FMVNLTMADMLFLITIiPLWIVYYQNQGNWILPKFLCNVAGCl.FFINTYCS 104 

102 TAFLTCIAVDRYLAVVYPLKFFFLRTPJlIAIjMVSIjSIWILEriFlIAVMLW 151 

:|: ||. |:| .||: :: :|| ||: . :] ' 

105 VAFLGVITYNRFQAVTRPIKTAQANTRKRGISLSLVIWVAIVGAASYFLI 154 

152 EDETVVEYCDAEKSNFTLCYDKYPLEKWQIOTJJILFRTCTGYAIPLVTILI 201 

|.| . .|:.:|-| |::-|. :. .: : : .. :: :.::.||: 
155 LDSTNTVPDS AGSGNVTRCFEHYEKGS VPVLI I HI F I VFS FFLVFL I ILF 204 

202 CNRKVY QAVRHNKATENKEKKRI IKLLVSITVTFVLCFTPFHVML 246 

|| :. |:|. :.:..( .: | :.::..: ..|:s||.| ||: 

2,05 CNLVTIRTLLMQPVQQQRNAEVTG. . RALWMVCTVLAVFI ICFVPHHWQ 252 

247 LIRCILEHAVNFEDHSNSGKRTYTMYRITVALTSIJ^CVADPILYCFVTET 296 

I I :-|:| I = I = - 1 I III ||::|||:|.. 

253 LPWTLAE. .LGFQD.SKFHQAINDAHQVTLCLLSTNCVLDPVIYCFIiTKK 299 

297 GRYDMWNILKFCTGRCNTSQRQRKRILSVSTKDTMELEVLE 337 
I - ||:. h- I I -Mh- h- • 

3 00 FRKHL . . TEKFYSMRSS RKCSRATTDTVTEWVP 331 



